indicating that dogs were infected after entering the kennel where the infection was apparently enzootic.
MLST analysis was performed on 36 isolates as previously described (19) except that sequencing primer nrdE3 was replaced by nrdE5 (5=-AGC-ATA-GGT-TGC-TCA-TGA-TGA-T-3=), proS2 was replaced by proS5 (5=-GAC-TTC-TTA-GAG-CCA-GCC-AG-3=), and additional reverse primer yqiL5 (5=-ATG-ACC-AAG-AG C-AAT-AGC-ACC-3=) was used. Allele numbers and sequence types were assigned using the S. equi subsp. zooepidemicus MLST database at http://pubmlst.org/szooepidemicus/ (10) and analyzed using eBURST (http://eBURST.mlst.net) (8) . MLST data for 6 isolates were taken from the literature (19) . All 42 isolates were subjected to szp gene hypervariable (HV) region PCR amplification (18) and sequencing using szp5 (5=-CTA-GCA-GCA-GCA-G AA-GCA-GCA-ATC-AC-3=) and szp6 (5=-TTG-GCA-GAG-TC A-ATC-TTC-TTG-GTG-TAG-A-3=) as well as 16S-23S rRNA intergenic spacer region PCR analysis (6) . Eleven MLST sequence types were identified, encompassing six different HV types and three IGS types ( Table 1 ). The four isolates from household pet dogs were MLST types ST-6 (C2HV2), ST-26 (A1HV4), ST-118 (A1HV3), and ST-200 (A1HV2) and were distinct from those from kennelled dogs (Fig. 1) . Within the kennelled population during the outbreak in 1999 to 2002, six different MLST sequence types and four IGS/HV types were identified (Table 1) years. All typing methods gave consistent results and overall divided the isolates into the same groups (Table 1) with MLST providing the greatest discrimination. Studies indicate far greater genetic diversity of S. equi subsp. zooepidemicus isolates from horses than from the dogs in this study (13) , reflecting the commensal nature of infection in horses. In dogs, this species is not a common commensal. It was not isolated from dogs on entry to the kennel and is rarely isolated from household pet dogs (5). The absence of S. equi subsp. zooepidemicus in dogs on entry to the kennel supports enzootic infection maintained within the population with the introduction of new strains being less common. Of the 11 STs identified, 7 (including the predominant ST-10 and ST-62) had previously been identified in other animals (horses, cattle, and dogs) or humans. ST-6, ST-22, ST-47, and ST-123 are so far restricted to canines.
MICs for doxycycline (Sigma, United Kingdom) were determined with 0.5 to 128 mg/liter using agar dilution (2) The emergence of doxycycline-resistant strains within this population on at least two occasions was likely driven by selective pressure from empirical antimicrobial use, and regular sensitivity profiling may be beneficial in future outbreaks. Control measures within kennelled populations that minimize contact and ensure stringent hygiene measures to prevent indirect spread of S. equi subsp. zooepidemicus via fomites may prove more successful than screening of new arrivals.
